Source and Description: The DNA marker pKP 1.65, is a single copy probe for the D4S43 locus. The 1.7 kb PstI fragment reveals a VNTR (1). Recently, the detection of the VNTR by PCR, after sequencing the adjacent 1269 bp PstI fragment was described (2). In order to construct primers for PCR we have sequenced the 1652 bp PstI fragment of pKP 1.65. A guanosine rich sequence in the last third of the probe was revealed. The core sequence is located between positions 1070 and 1270 and made of blocks of four to seven guanosines, which were interrupted by short runs of other nucleotides, and was flanked by primers (between position 997 and 1327). A biallelic polymorphism was detected (EMBL accession no. X62306). Mendelian Inheritance: Co-dominant segregation was observed in 11 families containing 2 or 3 generations.
Source and Description: The DNA marker pKP 1.65, is a single copy probe for the D4S43 locus. The 1.7 kb PstI fragment reveals a VNTR (1). Recently, the detection of the VNTR by PCR, after sequencing the adjacent 1269 bp PstI fragment was described (2). In order to construct primers for PCR we have sequenced the 1652 bp PstI fragment of pKP 1.65. A guanosine rich sequence in the last third of the probe was revealed. The core sequence is located between positions 1070 and 1270 and made of blocks of four to seven guanosines, which were interrupted by short runs of other nucleotides, and was flanked by primers (between position 997 and 1327). A biallelic polymorphism was detected (EMBL accession no. X62306). Mendelian Inheritance: Co-dominant segregation was observed in 11 families containing 2 or 3 generations.
Other Comments: For PCR primer BG 1 (5-GCTCTCCCAC-TGTCCTGAGCC 3') and primer BG 2 (5'GCTTGCCGACC-TCAG-TCCACC 3') were used at a concentration of 50 pmol, Kogan buffer (3) and 50 /iM of each dNTP, however, in the case of dGTP a mixture of dGTP and dTTP, in the ratio of 1:1, PCR was carried out in 33 cycles by denaturation at 95 °C for 1 min, the second step at 70°C for 1 min and final extending at 70°C for 5 min. The first denaturation was prolonged to 10 min. Source and Description of Clone: We report the isolation and a DNA fingerprint pattern of a new minisatellite motif belonging to the myoglobin family of minisatellites (1, 2). The new minisatellite was isolated as a genomic clone from a bovine genomic library constructed in the phage XEMBL4 (3) and termed KTN. Sequence analysis which was performed on the complete genomic region containing the KTN minisatellite sequences revealed the presence of 66 head to tail tandem repeats of 32 bp sequence (EMBL accession no. X60511).
Polymorphism: When human DNA, derived from different individuals, was digested with Hinfl, HaeHI or Sau3AI and subjected to Southern blot analysis using the KTN as a probe, a novel highly polymorphic hybridization pattern was observed (Fig. 1 ). The hybridization pattern was different from that of Jeffreys 33.6 or Jeffreys 33.15 (1) minisatellite probes.
Not Polymorphic For:
Only a single band with EcoRI-digested or Pstl-digested or two bands with Rsal-digested human DNA is detected when the Southern analysis was performed using high stringency hybridization conditions (washes with O.lxSSC at 65°C). These bands were not specific for male or female.
Mendelian Inheritance: The KTN probe behaves as a mendelian marker. 
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